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Abstract
We describe the prevalence of carriage and variables associated with introduction of highly drug-resistant microorganisms (HDRMO) into a
French hospital via patients repatriated or recently hospitalized in a foreign country. The prevalence of HDRMO was 11% (15/132), with
nine carbapenamase-producing Enterobacteriaceae, nine carbapenem-resistant Acinetobacter baumannii and six glycopeptide-resistant
enterococci. Half of the admitted patients (63/132, 48%) were colonized with extended spectrum beta-lactamase-producing
Enterobacteriaceae (ESBLPE). Among the four episodes with secondary cases, three involved A. baumannii.
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Abstract
The genome sequence of one OXA-48-producing Klebsiella pneumoniae belonging to sequence type (ST) 405, and three belonging to ST11,
were used to design and test ST-speciﬁc PCR assays for typing OXA-48-producing K. pneumoniae. The approach proved to be useful for
in-house development of rapid PCR typing assays for local outbreak surveillance.
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Abstract
Since the ﬁrst carbapenem-resistant Klebsiella pneumoniae strain was isolated in 2008, Enterobacteriaceae with reduced susceptibility to one
or more carbapenems have emerged sporadically in different geographical regions in Croatia. These observations gave rise to a multicenter
study on carbapenem resistance in Enterobacteriaceae from Croatia. Fifty-seven carbapenem-non-susceptible strains of Enterobacteriaceae
were collected during 2011–2012 from four large hospital centres in Croatia. Overall, 36 strains produced VIM-1 b-lactamase, three
produced NDM-1, and one produced KPC-2. A high degree of clonal relatedness was observed in Enterobacter cloacae and Citrobacter
freundii strains, in contrast to K. pneumoniae strains. BlaVIM genes were located within class1 integron which contained genes encoding
resistance to aminoglycosides (aacA4). The study found strong association between blaVIM and qnrB6 and between blaNDM and qnrA6 genes.
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